. Alignment of partial calreticulin/calnexin sequences. Amino acids are represented by one letter codes in different colors. Residues needed for carbohydrate binding are indicated in red boxes. Sequences containing all six necessary residues are indicated with an asterisk.
. Alignment of partial legume lectin-like sequences. Amino acids are represented by one letter codes in different colors. EcorL is a legume lectin originating from Erythrina corallodenron, used in this alignment to compare carbohydrate binding sites. The residues necessary for carbohydrate interaction are shown in red boxes. Nematode lectin-like sequences containing at least four out of five key residues are indicated with an asterisk. [1] . The conserved key residues characterized in bacterial sequences are boxed in blue [2] . Figure S5 . Alignment of potential M-type lectins. Amino acids are represented by one letter codes in different colors. M-type lectin-like sequences are compared with a human alpha-mannosidase (Q9UKM7.2). Conserved cysteine residues in M-type lectin-like sequences are denoted with an asterisk under the alignment. Key residues necessary for mannosidase activity are boxed in red. These residues are absent in M-type lectins. Figure S6 . Alignment of the catalytic site of GHF18 chitinases. Amino acids are represented by one letter codes in different colors. The three catalytic residues (DXDXE) are boxed in blue. Sequences that do not contain all three key residues are marked with an asterisk. Marked sequences may be considered as potential chitinase-like lectins. The top sequence is a reference human GHF18 chitinase (Q9BZP6.1). 
